227540 . sequence . ST25 
SEQUENCE LISTING 

<110> Griffith, Andrew J. 
Kurima, Kiyoto 
Wilcox, Edward 
Friedman, Thomas 

<120> TRANSDUCTIN-1 AND TRANSDUCTIN-2 AND APPLICATIONS TO HEREDITARY 

DEAFNESS 

<130> 227540 
<160> 8 

<170> Patentin version 3-2 

<210> 1 

<211> 4333 

<212> DNA 

<213> Homo sapiens 



<400> 1 
cagaaactat 


gagggcagaa 


cccagcaatc 


tgtgctttct 


ttcacaagcc 


ctccaggagt 


60 


tgctgaaatt 


taggaatcat 


tgccccaaaa 


agtggccctc 


ataatgatgc 


cagatgggat 


120 


cttactctgt 


tgcccaggct 


ggagtgcagt 


ggtgcgatct 


cggctctctg 


caacctccgc 


180 


ctcccaggtt 


caagtgattc 


tcctgcctcg 


gcctcctgag 


tagctgggat 


ttcaggccat 


240 


gaaagatcac 


tgttttagtc 


tgcgtggtgc 


agtggaacag 


atagacctcg 


gtttgaatct 


300 


cagctctact 


gtttactaga 


cgtgaaatgg 


ggaaatctaa 


aatgagatgc 


cagaagcctc 


360 


aaaaatggaa 


aaccccctgt 


gcttcacatc 


tgaaaatctc 


tgctgggggc 


agcaactttg 


420 


aqcctqtggg 


gaaggaactg 


tccacgtgga 


gtggtctggt 


gaatgcttaa 


ggagctgcag 


480 


aagggaagtc 


cctctccaaa 


ctagccagcc 


actgagacct 


tctgacagga 


cacccccagg 


540 


atgtcaccca 


aaaaagtaca 


aatcaaagtg 


gaggaaaaag 


aagacgagac 


tgaggaaagc 


600 


tcaagtgaag 


aggaagagga 


ggtggaagat 


aagctacctc 


gaagagagag 


cttgagacca 


660 


aagaggaaac 


ggaccagaga 


tgttatcaat 


gaggatgacc 


cagaacctga 


accagaggat 


720 


gaagaaacaa 


ggaaggcaag 


agaaaaagag 


aggaggagga 


ggctaaagag 


aggagcagaa 


780 


aaagaagaaa 


ttgatgaaga 


ggaattggaa 


agattgaagg 


cagagttaga 


tgagaaaaga 


840 


caaataattg 


ctactgtcaa 


atgcaaacca 


tggaagatgg 


agaagaaaat 


tgaagttctc 


900 


aaggaggcaa 


aaaaatttgt 


gagtgaaaat 


gaaggggctc 


ttgggaaagg 


aaaaggaaaa 


960 


cggtggtttg 


catttaagat 


gatgatggcc 


aagaaatggg 


caaaattcct 


ccgtgatttt 


1020 


gagaacttca 


aagctgcgtg 


tgtcccatgg 


gaaaataaaa 


tcaaggctat 


tgaaagtcag 


1080 


tttggctcct 


cagtggcctc 


atacttcctc 


ttcttgagat 


ggatgtatgg 


agtcaatatg 


1140 


gttctcttta 


tcctgacatt 


tagcctcatc 


atgttgccag 


agtacctctg 


gggtttgcca 


1200 


tatggcagtt 


tacctaggaa 


aaccgttccc 


agagccgaag 
Page 


aggcatcggc 
1 


agcaaacttt 


1260 
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^tm -A— ^i. 4^ 

ggtgtgttgt 


acgac Lucaa 


xgg L L xggca 


caaxaxxccg 


xxcxcxxxxa 


xggcxaxxax 




gacaataaac 


gaacaa'ttgg 


^ 4* ^1 ^ ^ 

axgga Lgaax 


ttcaggttgc 


cgc tcxccxa 


xxxxcxagxg 


liou 


gggarrargx 


gear xgga Ld 


cage L lxc xg 


gxxgxccxca 


^^rt^^ ^^^^^ 
aagcaaxyac 


caaaaacaxx 




gg xgargaxg 


gagg uggaya 


xyacaacacx 


xxcaaxxxca 


gcxggaaygx 


cxxxaccagc 




xgggac xacc 


xga Lcgycaa 


xccxgaaaca 


gcagacaaca 


aaxxxaaxxc 


xaxcacaaxg 


±DDU 


aac L xxaagg 


^ ^ « ^ ^ ^ ^ ^ ^ 
aagcta uCac 


agaagaaaaa 


gcagcccaag 


xagaagaaaa 


cgxccacxxg 




atcagattcc 


rgagg LLtct 


ggcxaacxtc 


LLcgxgxxtc 


xaacacx xgg 


agggagtgga 


IboU 


tacctcatct: 


tiitgggCLgt: 


gaagcgatcc 


caggaatttg 


cacagcaaga 


tcctgacacc 


1 'J Af\ 

±/ 4U 


cttgggtggt 


gggaaaaaaa 


tgaaatgaac 


atggttatgt 


ccctcctagg 


gatgxxcxgt 


loUU 


ccaacax Lg L 


T tgacx Lax. L 


xgcxgaaxxa 


gaagacxacc 


axccxcxcax 


cgcxxxgaaa 


looU 


tggctactgg 


gacgcaiiL L L 


xgcxcxxcxx 


ttaggcaatt 


xa tacgxat L 


xaxxcxxgca 




L Laargga tg 


agar taacaa 


caagaxxgaa 


gaggagaagc 


xagxaaaggc 


caaxaxxacc 




c t L xgggaag 


ccaaxargax 


caaggccxac 


aaxgcaxcax 


xcxcxgaaaa 


xagcacxgga 




ccaccctttt 


ttgttcaccc 


tgcagatgta 


cctcgaggac 


cttgctggga 


aacaatggtg 


zlUU 


ggacaggagt 


ttgtgaggct 


gacagtctct 


gatgttctga 


ccacctacgx 


cacaatcctc 


"Jl CA 


at xggggacx 


LLC xaagggc 


axgxxxxgtg 


aggxxxxgca 


axxaxxgcxg 


0* 0m 0^ 0m 0m 0m ^ 

gxgcxgggac 


*> *) ") A 


xTggag ratg 


gaxaLCCL lc 


axacaccgaa 


xxcgacaxca 


gxggcaacgx 


0^ 0^ 0m i^^^ 

ccxcgcxcxg 


nnOA 

ZZoU 


axcLLcaacc 


aaggcaLgax 


cxggaxgggc 


xccxxcxxxg 


cxcccagccx 


cccaggcaxc 




aaxaLCCt lc 


gacTccaxac 


axccaxgxac 


xxccagxgcx 


gggccgxxax 


gxgcxgcaax 


"5 AAA 


gttcctgagg 


ccagggtctt 


caaagcttcc 


agatcaaata 


acttcxaccx 


gggcatgcta 




ctgctcatcc 


tcttcctgLC 


cacaatgcct 


gtcttgtaca 


tgatcgtgtc 


cctcccacca 


"> C OA 


^ ^ ^ ^ M ^ ^ 

LCtLttgatt 


gtggtccatt 


cagtggcaaa 


aatagaatgt 


xxgaagtcat 


tggagagacc 


O C OA 


c uggagcacg 


attticccaag 


ctggatiggcg 


aagatcttga 


gacagctttc 


aaaccctggg 


OC/I A 


c xgg uca L rg 


cxg LcaLX L L 


ggxgaxggxx 


xxggccaxcx 


axxaxcxcaa 


xgcxacxgcc 


Z/UU 


aagggccaga 


aggcagcgaa 


xcxggaxcxc 


aaaaagaaga 


xgaaaaxgca 


agcxxxggag 




aacaaaatgc 


gaaacaagaa 


aatggcagct 


gcacgagcag 


ctgcagctgc 


tggtcgccag 


*> Q 1 A 


taataagtat 


cctgagagcc 


cagaaaaggt 


acactttgcc 


•A- i*- M ^ M -4- -4- 

ttgctgttta 


aaagtaatgc 




aatatgtgaa 


cgcccagaga 


acaagcactg 


tggaactgct 


attttcctgt 


tctacccttg 


2940 


atggattttc 


aaggtcatgc 


tggccaatta 


aggcatcatc 


agtcctacct 


gagcaacaag 


3000 


aatctaaact 


ttattccaag 


tcagaaactg 


tttctgcaga 


gccactctct 


cccctgctcc 


3060 


atttcgtgac 


tttttttttt 


tttttaacaa 


attgagttta 
Page 


gaagtgagtg 
2 


taatccagca 


3120 
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atacagttta 


ctggtttagt 


tggtgggtta 


attaaaaaaa 


atttgctcat 


atgaactttc 


3180 


attttatatg 


tttcttttgc 


ctgagtttcc 


ttaaactgag 


agcagaaata 


tttcaccctt 


3240 


tttcctctaa 


gttcagaaat 


atttgcaaaa 


agtactcatt 


gtaatcattc 


attaactcac 


3300 


tttttgaaac 


caatacctta 


ttttctcttt 


ttttctacct 


gtctccccaa 


ccacgcgccc 


3360 


cacaaatata 


ttcctaaaac 


ctttgtattt 


ggtgctggat 


tcagtatgaa 


aagaaatagg 


3420 


gtttttagaa 


gaaaaaaaaa 


tcctatatga 


attggggcct 


ggatagcact 


gaggttgaag 


3480 


atcttgaaga 


tctcttactt 


tgagaaggta 


catgagtctt 


acacaaccta 


gctttttatg 


3540 


agataaaatt 


aaaaaaaaaa 


ggaaagacat 


cataaatgac 


tgttgttctc 


tcacagtctg 


3600 


ctcatttgtc 


ttccaatgat 


catgttatca 


gtggtgaatc 


catacaggtc 


tgcatcaaac 


3660 


tcgatacaat 


tcttgcctcc 


ttggagggaa 


gaattcagct 


gaggggcaga 


agtaggttta 


3720 


tggcagaggg 


agagaatgag 


gcaagtttta 


gagcaggagt 


gtaggtttat 


taaaaagttt 


3780 


tacagcagga 


acaaaaggaa 


ataaaatata 


cttggaagag 


agccaagtgg 


gcaaattgag 


3840 


agttccaagt 


gccctgttca 


gctttgacct 


gggtttctat 


acactggcat 


ggttctggag 


3900 


tttgcatctc 


tccccgcttg 


atttttttgg 


cggatgggct 


gtccgtgtgg 


atggtggcct 


3960 


gccggcagtt 


ggaaggagct 


atgtgtacaa 


tgtgttactg 


aagttgtgtg 


cctgctcact 


4020 


tgtgacgttt 


tcccttacca 


tccagcgttc 


ctggaggaag 


gtcatatact 


agttaaactc 


4080 


tgccattttg 


cttagtgggc 


atgcttgagc 


ccacttgccc 


aactcctaag 


atctccggct 


4140 


caggtgtttt 


ctatctattg 


ggagactgtc 


litticcctaac 

^ W ^— Vi" Vp- ^ \^ \mm 


actaattacc 


actaatliatt 


4200 


attttagaga 


gatagtttaa 


ccaccacctg 


accatcacca 


aatggtcacc 


tgacattcct 


4260 


gtgggatggg 


tggtgggggg 


cctctcttgc 


cctgcttatg 


tttttatgtt 


tgcctaacta 


4320 


cctactctaa 


caa 










4333 



<210> 2 

<211> 760 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Ser Pro Lys Lys val Gin lie Lys val Glu Glu Lys Glu Asp Glu 
15 10 15 

Thr Glu Glu Ser Ser Ser Glu Glu Glu Glu Glu Val Glu Asp Lys Leu 
20 25 30 

Pro Arg Arg Glu Ser Leu Arg Pro Lys Arg Lys Arg Thr Arg Asp val 
35 40 45 

lie Asn Glu Asp Asp Pro Glu Pro Glu Pro Glu Asp Glu Glu Thr Arg 

Page 3 



227540. sequence. ST25 
50 55 60 

Lys Ala Arg Glu Lys Glu Arg Arg Arg Arg Leu Lys Arg Gly Ala Glu 
65 70 75 80 

Lys Glu Glu lie Asp Glu Glu Glu Leu Glu Arg Leu Lys Ala Glu Leu 
85 90 95 

Asp Glu Lys Arg Gin lie lie Ala Thr val Lys Cys Lys Pro Trp Lys 
100 105 110 

Met Glu Lys Lys lie Glu val Leu Lys Glu Ala Lys Lys Phe val ser 
115 120 125 

Glu Asn Glu Gly Ala Leu Gly Lys Gly Lys Gly Lys Arg Trp Phe Ala 
130 135 140 

Phe Lys Met Met Met Ala Lys Lys Trp Ala Lys Phe Leu Arg Asp Phe 
145 150 155 160 

Glu Asn Phe Lys Ala Ala cys val Pro Trp Glu Asn Lys lie Lys Ala 
165 170 175 

lie Glu Ser Gin Phe Gly Ser Ser val Ala ser Tyr Phe Leu Phe Leu 
180 185 190 

Arg Trp Met Tyr Gly val Asn Met val Leu Phe lie Leu Thr Phe Ser 
195 200 205 

Leu lie Met Leu Pro Glu Tyr Leu Trp Gly Leu Pro Tyr Gly Ser Leu 
210 215 220 

Pro Arg Lys Thr val Pro Arg Ala Glu Glu Ala Ser Ala Ala Asn Phe 
225 230 235 240 

Gly Val Leu Tyr Asp Phe Asn Gly Leu Ala Gin Tyr ser Val Leu Phe 
245 250 255 

Tyr Gly Tyr Tyr Asp Asn Lys Arg Thr lie Gly Trp Met Asn Phe Arg 
260 265 270 

Leu Pro Leu ser Tyr Phe Leu val Gly lie Met Cys lie Gly Tyr ser 
275 280 285 

Phe Leu val val Leu Lys Ala Met Thr Lys Asn lie Gly Asp Asp Gly 
290 295 300 
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227540. sequence . ST25 
Gly Gly Asp Asp Asn Thr Phe Asn Phe Ser Trp Lys val Phe Thr Ser 
305 310 315 320 

Trp Asp Tyr Leu lie Gly Asn Pro Glu Thr Ala Asp Asn Lys Phe Asn 
325 330 335 

Ser lie Thr Met Asn Phe Lys Glu Ala lie Thr Glu Glu Lys Ala Ala 
340 345 350 

Gin val Glu Glu Asn val His Leu lie Arg Phe Leu Arg Phe Leu Ala 
355 360 365 

Asn Phe Phe val Phe Leu Thr Leu Gly Gly Ser Gly Tyr Leu lie Phe 
370 375 380 

Trp Ala val Lys Arg ser Gin Glu Phe Ala Gin Gin Asp Pro Asp Thr 
385 390 395 400 

Leu Gly Trp Trp Glu Lys Asn Glu Met Asn Met val Met Ser Leu Leu 
405 410 415 

Gly Met Phe Cys Pro Thr Leu Phe Asp Leu Phe Ala Glu Leu Glu Asp 
420 425 430 

Tyr His Pro Leu lie Ala Leu Lys Trp Leu Leu Gly Arg lie Phe Ala 
435 440 445 

Leu Leu Leu Gly Asn Leu Tyr val Phe lie Leu Ala Leu Met Asp Glu 
450 455 460 

lie Asn Asn Lys lie Glu Glu Glu Lys Leu val Lys Ala Asn lie Thr 
465 470 475 480 

Leu Trp Glu Ala Asn Met lie Lys Ala Tyr Asn Ala Ser Phe Ser Glu 
485 490 495 

Asn Ser Thr Gly Pro Pro Phe Phe val His Pro Ala Asp Val Pro Arg 
500 505 510 

Gly Pro Cys Trp Glu Thr Met val Gly Gin Glu Phe val Arg Leu Thr 

515 520 525 

val Ser Asp val Leu Thr Thr Tyr val Thr lie Leu lie Gly Asp Phe 
530 535 540 

Leu Arg Ala Cys Phe val Arg Phe Cys Asn Tyr Cys Trp Cys Trp Asp 
545 550 555 560 
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Leu Glu Tyr Gly Tyr Pro Ser Tyr Thr Glu Phe Asp lie Sen Gly Asn 
565 570 575 

Val Leu Ala Leu lie Phe Asn Gin Gly Met lie Trp Met Gly ser Phe 
580 585 590 

Phe Ala Pro Ser Leu Pro Gly lie Asn lie Leu Arg Leu His Thr ser 
595 600 605 

Met Tyr Phe Gin Cys Trp Ala val Met Cys Cys Asn Val Pro Glu Ala 
610 615 620 

Arg Val Phe Lys Ala Ser Arg Ser Asn Asn Phe Tyr Leu Gly Met Leu 
625 630 635 640 

Leu Leu lie Leu Phe Leu ser Thr Met Pro Val Leu Tyr Met lie val 
645 650 655 

ser Leu Pro Pro ser Phe Asp Cys Gly Pro Phe Ser Gly Lys Asn Arg 
660 665 670 

Met Phe Glu Val lie Gly Glu Thr Leu Glu His Asp Phe Pro Ser Trp 
675 680 685 

Met Ala Lys lie Leu Arg Gin Leu Ser Asn Pro Gly Leu val lie Ala 
690 695 700 

Val lie Leu val Met val Leu Ala lie Tyr Tyr Leu Asn Ala Thr Ala 
705 710 715 720 

Lys Gly Gin Lys Ala Ala Asn Leu Asp Leu Lys Lys Lys Met Lys Met 
725 730 735 

Gin Ala Leu Glu Asn Lys Met Arg Asn Lys Lys Met Ala Ala Ala Arg 
740 745 750 

Ala Ala Ala Ala Ala Gly Arg Gin 
755 760 

<210> 3 

<211> 3169 

<212> DNA 

<213> Homo sapiens 

<400> 3 

gcagtgctgc tgaccatgag ccaccaggta aagggcctga aagaggaagc acgaggcgga 
gtgaaagggc gggtgaagag cggctctcca cacacaggtg acaggctggg aaggagatcc 
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tcaagcaagc 


gggctctcaa 


agccgagggg 


accccaggca 


ggcgcggagc 


tcagcgaagc 


180 


cagaaggagc 


gcgccggggg 


cagcccaagc 


ccggggtctc 


cccggaggaa 


gcaaacaggg 


240 


cgcaggagac 


acagagaaga 


gctgggggag 


caggagcggg 


gcgaggcaga 


gaggacctgc 


300 


gagggcagga 


gaaagcgcga 


cgagagggcc 


tccttccagg 


agcggacagc 


agccccaaag 


360 


agggaaaagg 


agattccgag 


gaaggaggag 


aagtcgaagc 


ggcagaagaa 


acccaggtca 


420 


tcctccttgg 


cctccagtgc 


ctctggtggg 


gagtccctgt 


ccgaggagga 


actggcccag 


480 


atcctggagc 


aggtggaaga 


aaaaaagaag 


ctcattgcca 


ccatgcggag 


caagccctgg 


540 


cccatggcga 


agaagctgac 


agagctcagg 


gaggcccagg 


aatttgtgga 


gaagtatgaa 


600 


ggtgccttgg 


gaaaggggaa 


aggcaagcaa 


ctatatgcct 


acaagatgct 


gatggccaag 


660 


aaatgggtca 


aatttaagag 


agactttgat 


aatttcaaga 


ctcaatgtat 


cccctgggaa 


720 


atgaagatca 


aggacattga 


aagtcacttt 


ggttcttcag 


tggcatcgta 


tttcatcttt 


780 


ctccgatgga 


tgtatggagt 


taaccttgtc 


ctttttggct 


taatatttgg 


tctagtcata 


840 


atcccagagg 


tactgatggg 


catgccctat 


gggagtattc 


ccagaaagac 


agtgcctcgg 


900 


gctgaggaag 


aaaaggccat 


ggatttttct 


gtcctttggg 


attttgaggg 


ctatatcaag 


960 


tactctgcac 


tcttctatgg 


ctactacaac 


aaccagagga 


ccatcgggtg 


gctgaggtac 


1020 


cggctgccta 


tggcttactt 


tatggtgggg 


gtcagcgtgt 


tcggctacag 


cctgattatt 


1080 


gtcattcgat 


cgatggccag 


caatacccaa 


ggaagcacag 


gcgaagggga 


gagtgacaac 


1140 


ttcacattca 


gcttcaagat 


gttcaccagc 


tgggactacc 


tgatcgggaa 


ttcagagaca 


1200 


gctgataaca 


aatatgcatc 


catcaccacc 


agcttcaagg 


aatcaatagt 


ggatgaacaa 


1260 


gagagtaaca 


aagaagaaaa 


tatccatctg 


acaagatttc 


ttcgtgtcct 


ggccaacttt 


1320 


ctcatcatct 


gctgtttgtg 


tggaagtggg 


tacctcattt 


actttgtggt 


taagcgatct 


1380 


cagcaattct 


ccaaaatgca 


gaatgtcagc 


tggtatgaaa 


ggaatgaggt 


agagatcgtg 


1440 


atgtccctgc 


ttggaatgtt 


ttgtccccct 


ctgtttgaaa 


ccatcgctgc 


cctggagaat 


1500 


taccacccac 


gcactggact 


gaagtggcag 


ctgggacgca 


tctttgcact 


cttcctgggg 


1560 


aacctctaca 


catttctctt 


ggccctgatg 


gatgacgtcc 


acctcaagct 


tgctaatgaa 


1620 


gagacaataa 


agaacatcac 


tcactggact 


ctgtttaact 


attacaactc 


ttctggttgg 


1680 


aacgagagtg 


tcccccgacc 


acccctgcac 


cctgcagatg 


tgccccgggg 


ttcttgctgg 


1740 


gagacagctg 


tgggcattga 


attcatgagg 


ctgacggtgt 


ctgacatgct 


ggtaacgtac 


1800 


atcaccatcc 


tgctggggga 


cttcctacgg 


gcttgttttg 


tgcggttcat 


gaactactgc 


1860 


tggtgctggg 


acttggaggc 


tggatttcct 


tcatatgctg 


agtttgatat 


tagtggaaat 


1920 


gtgctgggtt 


tgatcttcaa 


ccaaggaatg 


atctggatgg 


gctccttcta 


tgctccaggc 


1980 


ctggtgggca 


ttaatgtgct 


gcgcctgctg 


acctccatgt 
Page 


acttccagtg 
7 


ctgggcggtg 


2040 
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atgagcagca 


acgtacccca 


tgaacgcgtg 


ttcaaagcct 


cccgatccaa 


caacttctac 


2100 


atgggcctcc 


tgctgctggt 


gctcttcctc 


agcctcctgc 


cggtggccta 


caccatcatg 


2160 


tccctcccac 


cctcctttga 


ctgcgggccg 


ttcagtggga 


aaaacagaat 


gtacgatgtc 




ctccaagaga 


ccattgaaaa 


cgatttccca 


accttcctgg 


gcaagatctt 


tgctttcctc 


22oU 


gccaatccag 


gcctgatcat 


cccagccatc 


ctgctgatgt 


tcttggccat 


ttactacctg 


2340 


aactcagttt 


ccaaaagcct 


ttcccgagct 


aatgcccagc 


tgaggaagaa 


aatccaagtg 


2400 


ctccgtgaag 


ttgagaagag 


tcacaaatct 


gtaaaaggca 


aagccacagc 


cagagattca 


2460 


gaggacacac 


ctaaaagcag 


ctccaaaaat 


gccacccagc 


tccaactcac 


caaggaagag 


2520 


accactcctc 


cctctgccag 


ccaaagccag 


gccatggaca 


agaaggcgca 


gggccctggg 


2580 


acctccaatt 


ctgccagcag 


gaccacactg 


cctgcctctg 


gacaccttcc 


tatatctcgg 


2640 


ccccctggaa 


tcggaccaga 


ttctggccac 


gccccatctc 


agactcatcc 


gtggaggtca 


2700 


gcctctggaa 


agagtgctca 


gagacctccc 


cactgacggc 


taggactcca 


gggagcctcg 


2760 


accctagggc 


tgatcctcaa 


gtaccccagt 


ttcacacata 


ccaaaccaag 


gttctctccc 


2820 


ctctttcctc 


tcacatacat 


gctctgtctc 


ctctcttgga 


atgcatgaac 


tttgattcct 


2880 


tcaggccctt 


gtcagctacc 


gaaggaggaa 


gacagtggct 


tcacctgtcc 


tttagggaag 


2940 


ctggagccat 


ctctgcacta 


actgccctcc 


caaatatctt 


ggttcagaca 


gctctgaacc 


3000 


ccacgctcac 


agtggtcgac 


cttgcctccc 


gattttcgga 


gttggggaag 


ggccatgacc 


3060 


accctcgtag 


actttttcca 


tgggatacag 


tttaggacac 


gggtttctgc 


cagcttccct 


3120 


aaccaggagg 


gggatggaga 


agggcctaca 


tttctcaatc 


cagaggaag 




3169 



<210> 4 

<211> 906 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Ser His Gin val Lys Gly Leu Lys Glu Glu Ala Arg Gly Gly Val 
15 10 15 

Lys Gly Arg val Lys Ser Gly Ser Pro His Thr Gly Asp Arg Leu Gly 
20 25 30 

Arg Arg Ser Ser ser Lys Arg Ala Leu Lys Ala Glu Gly Thr Pro Gly 
35 40 45 

Arg Arg Gly Ala Gin Arg ser Gin Lys Glu Arg Ala Gly Gly Ser Pro 
50 55 60 
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Ser Pro Gly Ser Pro Arg Arg Lys Gin Thr Gly Arg Arg Arg His Arg 
65 70 75 80 

Glu Glu Leu Gly Glu Gin Glu Arg Gly Glu Ala Glu Arg Thr Cys Glu 
85 90 95 

Gly Arg Arg Lys Arg Asp Glu Arg Ala ser Phe Gin Glu Arg Thr Ala 
100 105 110 

Ala Pro Lys Arg Glu Lys Glu lie Pro Arg Lys Glu Glu Lys ser Lys 
115 120 125 

Arg Gin Lys Lys Pro Arg Ser Ser ser Leu Ala Ser ser Ala Ser Gly 
130 135 140 

Gly Glu ser Leu ser Glu Glu Glu Leu Ala Gin lie Leu Glu Gin val 
145 150 155 160 

Glu Glu Lys Lys Lys Leu lie Ala Thr Met Arg Ser Lys Pro Trp Pro 
165 170 175 

Met Ala Lys Lys Leu Thr Glu Leu Arg Glu Ala Gin Glu Phe val Glu 
180 185 190 

Lys Tyr Glu Gly Ala Leu Gly Lys Gly Lys Gly Lys Gin Leu Tyr Ala 
195 200 205 

Tyr Lys Met Leu Met Ala Lys Lys Trp Val Lys Phe Lys Arg Asp Phe 
210 215 220 

Asp Asn Phe Lys Thr Gin Cys lie Pro Trp Glu Met Lys lie Lys Asp 
225 230 235 240 

lie Glu Ser His Phe Gly Ser ser val Ala ser Tyr Phe lie Phe Leu 
245 250 255 

Arg Trp Met Tyr Gly val Asn Leu val Leu Phe Gly Leu lie Phe Gly 
260 265 270 

Leu val lie lie Pro Glu val Leu Met Gly Met Pro Tyr Gly Ser lie 
275 280 285 

Pro Arg Lys Thr val Pro Arg Ala Glu Glu Glu Lys Ala Met Asp Phe 
290 295 300 

Ser Val Leu Trp Asp Phe Glu Gly Tyr lie Lys Tyr Ser Ala Leu Phe 
305 310 315 320 
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227540 . sequence . ST25 

Tyr Gly Tyr Tyr Asn Asn Gin Arg Thr lie Gly Trp Leu Arg Tyr Arg 
325 330 335 

Leu Pro Met Ala Tyr Phe Met val Gly val Ser val Phe Gly Tyr Ser 
340 345 350 

Leu lie lie val lie Arg Ser Met Ala Ser Asn Thr Gin Gly Ser Thr 
355 360 365 

Gly Glu Gly Glu Ser Asp Asn Phe Thr Phe Ser Phe Lys Met Phe Thr 
370 375 * 380 

Ser Trp Asp Tyr Leu lie Gly Asn Ser Glu Thr Ala Asp Asn Lys Tyr 
385 390 395 400 

Ala Ser lie Thr Thr Ser Phe Lys Glu ser lie val Asp Glu Gin Glu 
405 410 415 

Ser Asn Lys Glu Glu Asn lie His Leu Thr Arg Phe Leu Arg val Leu 
420 425 430 

Ala Asn Phe Leu lie lie Cys Cys Leu Cys Gly Ser Gly Tyr Leu lie 
435 440 445 

Tyr Phe Val Val Lys Arg ser Gin Gin Phe Ser Lys Met Gin Asn Val 
450 455 460 

Ser Trp Tyr Glu Arg Asn Glu Val Glu lie val Met Ser Leu Leu Gly 
465 470 475 480 

Met Phe Cys Pro Pro Leu Phe Glu Thr lie Ala Ala Leu Glu Asn Tyr 
485 490 495 

His Pro Arg Thr Gly Leu Lys Trp Gin Leu Gly Arg lie Phe Ala Leu 
500 505 510 

Phe Leu Gly Asn Leu Tyr Thr Phe Leu Leu Ala Leu Met Asp Asp val 
515 520 525 

His Leu Lys Leu Ala Asn Glu Glu Thr lie Lys Asn lie Thr His Trp 
530 535 540 

Thr Leu Phe Asn Tyr Tyr Asn ser ser Gly Trp Asn Glu Ser val Pro 
545 550 555 560 

Arg Pro Pro Leu His Pro Ala Asp val Pro Arg Gly ser cys Trp Glu 
565 570 575 
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227540 . sequence . ST2 5 

Thr Ala val Gly lie Glu Phe Met Arg Leu Thr val Ser Asp Met Leu 
580 585 590 

val Thr Tyr lie Thr lie Leu Leu Gly Asp Phe Leu Arg Ala Cys Phe 
595 600 605 

val Arg Phe Met Asn Tyr Cys Trp Cys Trp Asp Leu Glu Ala Gly Phe 
610 615 620 

Pro Ser Tyr Ala Glu Phe Asp lie ser Gly Asn val Leu Gly Leu lie 
625 630 635 640 

Phe Asn Gin Gly Met lie Trp Met Gly Ser Phe Tyr Ala Pro Gly Leu 
645 650 655 

Val Gly lie Asn Val Leu Arg Leu Leu Thr Ser Met Tyr Phe Gin Cys 
660 665 670 

Trp Ala val Met Ser Ser Asn val Pro His Glu Arg val Phe Lys Ala 
675 680 685 

Ser Arg Ser Asn Asn Phe Tyr Met Gly Leu Leu Leu Leu val Leu Phe 
690 695 700 

Leu Ser Leu Leu Pro val Ala Tyr Thr lie Met Ser Leu Pro Pro Ser 
705 710 715 720 

Phe Asp Cys Gly Pro Phe Ser Gly Lys Asn Arg Met Tyr Asp val Leu 
725 730 735 

Gin Glu Thr lie Glu Asn Asp Phe Pro Thr Phe Leu Gly Lys lie Phe 
740 745 750 

Ala Phe Leu Ala Asn Pro Gly Leu lie lie Pro Ala lie Leu Leu Met 
755 760 765 

Phe Leu Ala lie Tyr Tyr Leu Asn ser Val ser Lys ser Leu Ser Arg 
770 775 780 

Ala Asn Ala Gin Leu Arg Lys Lys lie Gin val Leu Arg Glu Val Glu 
785 790 795 800 

Lys Ser His Lys Ser val Lys Gly Lys Ala Thr Ala Arg Asp Ser Glu 
805 810 815 

Asp Thr Pro Lys ser Ser Ser Lys Asn Ala Thr Gin Leu Gin Leu Thr 
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227540. sequence. ST25 
825 830 



Lys Glu Glu Thr Thr Pro Pro Ser Ala Ser Gin Ser Gin Ala Met Asp 

835 840 845 

Lys Lys Ala Gin Gly Pro Gly Thr Ser Asn Ser Ala Ser Arg Thr Thr 

850 855 860 

Leu Pro Ala Ser Gly His Leu Pro lie Ser Arg Pro Pro Gly lie Gly 

865 870 875 880 

Pro Asp Ser Gly His Ala Pro Ser Gin Thr His Pro Trp Arg Ser Ala 



Ser Gly Lys ser Ala Gin Arg Pro Pro His 
900 905 

<210> 5 

<211> 2895 

<212> DNA 

<213> Mus musculus 

<400> 5 

ttgcaattcc tgattagaga cattctggca ggataccttc aggatgccac ccaaaaaagg 60 

tgtgtctggc catttctgat gcaargktgc ctgtcttcct cttarctcct gtcctggaca 120 

ttcattatca aggcacaaga ttacattcct cctcaactct tttatgttgc aaatccaagt 180 

ggaggagaaa gaagaggata cagaggaaag ctcaagtgaa gaagaagaag ataagctacc 240 

cagaagagag agcttgagac caaagaggaa acggaccaga gatgtcatca atgaggatga 300 

cccagaaccg gagccggagg atgaagaaac aagaaaggca agagaaaaag aaaggcggag 360 

gaggctgcgg agaggagcgg aagaagaaga agaaattgat gaagaggaat tagaacggtt 420 

aaaagcactg ctcgatgaga atagacaaat gatcgctact gtcaaatgta aaccttggaa 480 

aatggagaag aaaattgaag ttctcaagga agcaaagaaa tttgtgagtg agaatgaagg 540 

cgctcttggg aaaggaaagg gaaagaagtg gtttgcattt aagatgatga tggccaagaa 600 

atgggcaaaa ttcctccgag attttgagaa cttcaaagcg gcttgcgtcc catgggaaaa 660 

caaaatcaag gcaattgaaa gtcagtttgg ttcctcagtg gcctcgtact tcctgttcct 720 

caggtggatg tacggcgtca acatggttct ctttgtgttg accttcagcc tcatcatgtt 780 

accggagtac ctctggggtt taccgtacgg cagcttacct aggaaaacag tcccaagagc 840 

tgaagaagca tctgcagcca actttggtgt gttgtatgac ttcaatggcc tggcgcagta 900 

ctctgtcctc ttttatggct attacgacaa taaacgcacg atcggatggc tgaatttccg 960 

gctacctctt tcctacttcc tggtggggat tatgtgcatt ggatacagct tcctggttgt 1020 
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227540 . sequence . ST2 5 



cctcaaagcg 


atgaccaaaa 


atattggtga 


cgatggtggt 


ggcgatgaca 


acactttcaa 


1080 


cttcagctgg 


aaggtgttct 


gtagctggga 


ctatctgatt 


ggtaaccctg 


aaacagccga 


1140 


caacaagttt 


aactctatca 


cgatgaactt 


taaggaagcc 


atcatagaag 


agagagccgc 


1200 


acaggtggag 


gagaacatcc 


acctcatcag 


atttctgagg 


tttctcgcta 


acttcttcgt 


1260 


gttcctcaca 


cttggtgcaa 


gtggatacct 


catcttttgg 


gctgtgaagc 


gatcccagga 


1320 


gttcgcccag 


caagatcctg 


acacccttgg 


gtggtgggaa 


aaaaatgaaa 


tgaacatggt 


1380 


aatgtccctc 


ctggggatgt 


tctgtcccac 


cctgtttgac 


ttatttgctg 


aactggaaga 


1440 


ttaccatcct 


ctcattgctc 


tgaagtggct 


cctggggcgc 


atttttgctc 


ttcttctagg 


1500 


caacttgtat 


gtattcattc 


tcgccttgat 


ggatgagatt 


aacaacaaga 


ttgaagagga 


1560 


gaagcttgtg 


aaggctaata 


ttaccctgtg 


ggaagccaac 


atgattaagg 


cttacaatga 


1620 


atctctctct 


gggctctctg 


ggaacaccac 


aggagcaccc 


tttttcgttc 


atcctgcaga 


1680 


tgtccctcgc 


ggtccctgct 


gggaaacaat 


ggtggggcag 


gaattcgtgc 


gtctcaccgt 


1740 


ttctgacgtc 


ctgaccactt 


acgtcacgat 


cctcattggc 


gacttcctca 


gagcatgttt 


1800 


cgtgaggttc 


tgcaattact 


gctggtgctg 


ggacttagaa 


tatggatatc 


cttcatacac 


1860 


agaattcgac 


atcagtggca 


acgtcctcgc 


tctgatcttc 


aaccaaggca 


tgatctggat 


1920 


gggctccttc 


ttcgctccta 


gcctcccggg 


catcaacatc 


ctccgtctcc 


acacatccat 


1980 


gtatttccag 


tgctgggctg 


tgatgtgctg 


caatgttccc 


gaggccaggg 


tgttcaaagc 


2040 


ttccagatcc 


aacaacttct 


acctcggcat 


gctgctactc 


atcctcttcc 


tgtccaccat 


2100 


gccagtcctg 


tacatgatcg 


tctccctccc 


gccatctttt 


gattgtgggc 


ccttcagtgg 


2160 


taaaaacagg 


atgtttgaag 


tcatcggtga 


gaccctggaa 


catgacttcc 


caagctggat 


2220 


ggcgaagatc 


ctgaggcagc 


tttctaaccc 


cggccttgtc 


attgctgtca 


ttctggtgat 


2280 


ggtcctgacc 


atctattatc 


tcaatgctac 


tgccaagggc 


cagaaagcag 


cgaatctgga 


2340 


cctcaaaaag 


aagatgaaac 


agcaagcttt 


ggagaacaaa 


atgcgaaaca 


agaaaatggc 


2400 


agcggctcga 


gcagctgcag 


ctgctggtgg 


ccagtaattt 


tatcaaatgt 


cctggaggtg 


2460 


cccagaagta 


ctcttcactt 


ctgtctttgt 


atggacagag 


tgagggccag 


tgaactgctg 


2520 


ctctatactc 


taccaccaat 


gcaccatcat 


ggcygcagtc 


atgaccatct 


gkcaaggaat 


2580 


catcagccct 


ctttgarcaa 


raaraatctc 


accattattt 


atgggaattt 


tttcaaagaa 


2640 


ttcttgaact 


cctcttcttc 


tctytctctc 


ctggacaaag 


kttctcaaac 


aaatgggagt 


2700 


ttaaatgtgg 


gtgtgatgta 


gtgatacaaa 


ttactgggta 


aaaatgatag 


gatactttaa 


2760 


aaaagtcaac 


atttcctcat 


atggactttt 


tcttacacac 


tggtctagtt 


tcttaaatga 


2820 


gaggagagct 


attacaacat 


cctttgctat 


ctaaatttgg 


aactatctgc 


atgaagcatt 


2880 


ccttgggatc 


attca 




Page 


13 




2895 



227540 . sequence . ST2 5 

<210> 6 

<211> 757 

<212> PRT 

<213> Mus musculus 

<400> 6 

Met Leu Gin He Gin val Glu Glu Lys Glu Glu Asp Thr Glu Glu ser 
15 10 15 

Ser Ser Glu Glu Glu Glu Asp Lys Leu Pro Arg Arg Glu Ser Leu Arg 
20 25 30 

Pro Lys Arg Lys Arg Thr Arg Asp Val lie Asn Glu Asp Asp Pro Glu 
35 40 45 

Pro Glu Pro Glu Asp Glu Glu Thr Arg Lys Ala Arg Glu Lys Glu Arg 
50 55 60 

Arg Arg Arg Leu Arg Arg Gly Ala Glu Glu Glu Glu Glu lie Asp Glu 
65 70 75 80 

Glu Glu Leu Glu Arg Leu Lys Ala Leu Leu Asp Glu Asn Arg Gin Met 
85 90 95 

lie Ala Thr val Lys Cys Lys Pro Trp Lys Met Glu Lys Lys lie Glu 
100 105 110 

val Leu Lys Glu Ala Lys Lys Phe val Ser Glu Asn Glu Gly Ala Leu 
115 120 125 

Gly Lys Gly Lys Gly Lys Lys Trp Phe Ala Phe Lys Met Met Met Ala 
130 135 140 

Lys Lys Trp Ala Lys Phe Leu Arg Asp Phe Glu Asn Phe Lys Ala Ala 
145 150 155 160 

Cys Val Pro Trp Glu Asn Lys lie Lys Ala lie Glu Ser Gin Phe Gly 
165 170 175 

Ser Ser val Ala Ser Tyr Phe Leu Phe Leu Arg Trp Met Tyr Gly val 
180 185 190 

Asn Met val Leu Phe val Leu Thr Phe Ser Leu lie Met Leu Pro Glu 
195 200 205 

Tyr Leu Trp Gly Leu Pro Tyr Gly Ser Leu Pro Arg Lys Thr val Pro 
210 215 220 
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227540 . sequence . ST25 

Arg Ala Glu Glu Ala Sen Ala Ala Asn Phe Gly Val Leu Tyr Asp Phe 
225 230 235 240 

Asn Gly Leu Ala Gin Tyr Sen val Leu Phe Tyr Gly Tyr Tyr Asp Asn 
245 250 255 

Lys Arg Thr lie Gly Trp Leu Asn Phe Arg Leu Pro Leu Ser Tyr Phe 
260 265 270 

Leu val Gly lie Met Cys lie Gly Tyr ser Phe Leu Val val Leu Lys 
275 280 285 

Ala Met Thr Lys Asn lie Gly Asp Asp Gly Gly Gly Asp Asp Asn Thr 
290 295 300 

Phe Asn Phe Ser Trp Lys val Phe Cys Ser Trp Asp Tyr Leu lie Gly 
305 310 315 320 

Asn Pro Glu Thr Ala Asp Asn Lys Phe Asn ser lie Thr Met Asn Phe 
325 330 335 

Lys Glu Ala lie lie Glu Glu Arg Ala Ala Gin Val Glu Glu Asn lie 
340 345 350 

His Leu lie Arg Phe Leu Arg Phe Leu Ala Asn Phe Phe val Phe Leu 
355 360 365 

Thr Leu Gly Ala ser Gly Tyr Leu lie Phe Trp Ala val Lys Arg ser 
370 375 380 

Gin Glu Phe Ala Gin Gin Asp Pro Asp Thr Leu Gly Trp Trp Glu Lys 
385 390 395 400 

Asn Glu Met Asn Met val Met ser Leu Leu Gly Met Phe Cys Pro Thr 
405 410 415 

Leu Phe Asp Leu Phe Ala Glu Leu Glu Asp Tyr His Pro Leu lie Ala 
420 425 430 

Leu Lys Trp Leu Leu Gly Arg lie Phe Ala Leu Leu Leu Gly Asn Leu 
435 440 445 

Tyr Val Phe lie Leu Ala Leu Met Asp Glu lie Asn Asn Lys lie Glu 
450 455 460 

Glu Glu Lys Leu val Lys Ala Asn lie Thr Leu Trp Glu Ala Asn Met 
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227 540 . sequence . ST25 
465 470 475 480 

lie Lys Ala Tyr Asn Glu Ser Leu Ser Gly Leu Ser Gly Asn Thr Thr 
485 490 495 

Gly Ala Pro Phe Phe Val His Pro Ala Asp Val Pro Arg Gly Pro Cys 
500 505 510 

Trp Glu Thr Met Val Gly Gin Glu Phe val Arg Leu Thr val Ser Asp 
515 520 525 

Val Leu Thr Thr Tyr val Thr lie Leu lie Gly Asp Phe Leu Arg Ala 
530 535 540 

Cys Phe Val Arg Phe Cys Asn Tyr Cys Trp Cys Trp Asp Leu Glu Tyr 
545 550 555 560 

Gly Tyr Pro Ser Tyr Thr Glu Phe Asp lie Ser Gly Asn Val Leu Ala 
565 570 575 

Leu lie Phe Asn Gin Gly Met lie Trp Met Gly Ser Phe Phe Ala Pro 
580 585 590 

Ser Leu Pro Gly lie Asn lie Leu Arg Leu His Thr Ser Met Tyr Phe 
595 600 605 

Gin Cys Trp Ala Val Met cys Cys Asn Val Pro Glu Ala Arg Val Phe 
610 615 620 

Lys Ala Ser Arg Ser Asn Asn Phe Tyr Leu Gly Met Leu Leu Leu lie 
625 630 635 640 

Leu Phe Leu ser Thr Met Pro val Leu Tyr Met lie val Ser Leu Pro 
645 650 655 

Pro Ser Phe Asp Cys Gly Pro Phe Ser Gly Lys Asn Arg Met Phe Glu 
660 665 670 

val lie Gly Glu Thr Leu Glu His Asp Phe Pro Ser Trp Met Ala Lys 
675 680 685 

lie Leu Arg Gin Leu Ser Asn Pro Gly Leu Val lie Ala Val lie Leu 
690 695 700 

val Met val Leu Thr lie Tyr Tyr Leu Asn Ala Thr Ala Lys Gly Gin 
705 710 715 720 
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227540 . sequence . ST25 
Lys Ala Ala Asn Leu Asp Leu Lys Lys Lys Met Lys Gin Gin Ala Leu 
725 730 735 



Glu Asn Lys Met Arg Asn Lys Lys Met Ala Ala Ala Arg Ala Ala Ala 
740 745 750 



Ala Ala Gly Gly Gin 
755 



<210> 7 

<211> 3216 

<212> DNA 

<213> Mus musculus 



<400> 7 
tgcaagagtg 


gccaagtttg 


ccgggcgtgg 


tggcacacgc 


ctttaatccg 


agcactcggg 


bU 


aggcagagga 


aggcgaattt 


ctgagttcaa 


ggccagcctg 


gtctacaaag 


tgagttccag 




gacagccagg 


gctacacaga* 


gaaaccctgt 


ctccaaaaac 


caaaaaaaaa 


aaaaaaaata 


XoU 


gtggccaagt 


ttgttccaga 


ggcccctag t 


tgccgtcagg 


ttccaggaag 


aggccagtga 




ccatgacagc 


aggaagtcac 


cccaggctgg 


gcagtatatg 


aagacgtgag 


ccagtgtgag 


T r\C\ 


ggccttgaaa 


ctctggtaac 


catgagcccc 


cagttaaaga 


gcttggacga 


ggaaggtgac 


30U 


aagtcagcaa 


ggagacccac 


aaggaaacaa 


acctccagag 


ctgcatgtcc 


ccaagacggg 


420 


caccgagccc 


aatctagccg 


gaaggatcct 


gctaagggta 


gcccaagacc 


agggtcttcc 


480 


cggaagaaac 


agatggaaca 


tggaagctat 


cacaaggggt 


tgcagggaca 


gaaaccacga 


540 


aaggtggaga 


ggtctctaca 


ggggaggaag 


aaggaccgga 


gaacttccct 


taaggagcag 


600 


agagcatctc 


caaagaagga 


gagggaggct 


ctgaggaagg 


aggcaggcaa 


gcagctgaga 


r~ f~ r\ 

660 


aaacccaggt 


ccacttcctt 


gggctccagt 


gtctctactg 


gagactccct 


gtctgaggag 


720 


gagctggctc 


agatcctgga 


acaggtagaa 


gaaaaaaaga 


agctcatcac 


taccgtgagg 


780 


aacaaaccct 


ggcccatggc 


aaagaagctg 


agggaactca 


gggaagccca 


agcctttgtg 


840 


gagaagtatg 


aaggagcctt 


ggggaaaggc 


aagggcaaac 


acctctacgc 


ctacaggatg 


900 


atgatggcta 


agaaatgggt 


caagtttaag 


agggactttg 


ataatttcaa 


gactcaatgt 


960 


attccctggg 


aaatgaagat 


caaggacatt 


gaaagtcact 


tcggttcttc 


tgtggcatct 


1020 


tacttcatct 


ttctccgatg 


gatgtatgga 


gttaaccttg 


tcctttttgg 


cttaatattt 


1080 


ggtctagtca 


tcatcccaga 


ggtgctgatg 


ggcatgccct 


atggaagtat 


acccagaaag 


1140 


acggtgcctc 


gagctgagga 


agagcgagcc 


atggacttct 


ctgtcctttg 


ggattttgag 


1200 


ggctacatca 


aatattctgc 


tctcttctat 


ggctactaca 


acaaccagcg 


gaccattgga 


1260 


tggctgaggt 


acaggctgcc 


catggcttac 


tttatggtgg 


gggtcagcgt 


gtttggctac 


1320 


agcttgatga 


tcgtcattag 


gtcgatggcc 


agcaataccc 
Page 


agggtagcac 
17 


cagtgagggg 


1380 



227540 . sequence . ST25 



gacagtgaca 


gcttcacatt 


cagcttcaag 


atgttcacca 


gctgggacta 


cctcatcggg 


1440 


aattcagaga 


cagcagacaa 


caaatatgtc 


tccatcacta 


ccagcttcaa 


ggagtctata 


1500 


gtggacgaac 


aagagagtaa 


caaagaaggg 


aatatccacc 


tgacaagatt 


cctccgcgtc 


IboO 


ctggccaact 


UtCLCaUUCL 


ctigcliglictig 


tgtggaagcg 


gg taccxcat 


^ ^ ^^^^^^^ 
t tact Ltg tg 


lOZO 


gtgaaacggt 


cccaggagtt 


ctccaaaatg 


caaaatgtca 


gctggtatga 


aaggaatgag 


1 con 
lOoO 


gtggagatcg 


tgatgtcttt 


gctagggatg 


ttttgtcccc 


ctctgtttga 


aaccatcgct 


1/40 


gccttggaga 


attatcaccc 


acgaactggg 


ctgaagtggc 


agctgggccg 


catctttgcc 


loOO 


ctcttcctgg 


gaaacctcta 


cacgtttctc 


ctggccctca 


tggacgatgt 


ccaccttaag 


1860 


ctttctaatg 


aggaaaaaat 


caagaacatc 


actcactgga 


ccctgtttaa 


ctattacaat 


1920 


tcctcaggtg 


ggaatgagag 


tgtgccccgg 


ccaccaccac 


accctgcaga 


tgtgcccaga 


1980 


ggttcttgct 


gggagacagc 


tgtgggcatt 


gagtttatga 


ggctcaccgt 


gtctgacatg 


2040 


ctggtaacat 


acctcaccat 


cttggtcgga 


gatttcctcc 


gagcttgttt 


tgtccggttc 


2100 


atgaatcact 


gctggtgttg 


ggacctcgag 


gctggttttc 


cctcatatgc 


cgagtttgat 


21d0 


attagtggaa 


atgtgttggg 


tttgatcttc 


aaccaaggaa 


tgatctggat 


gggctccttc 


222Q 


tatgctccag 


gactggtggg 


catcaatgtc 


ctgcgcctgt 


tgacctccat 


gtacttccag 


2280 


tgctgggcag 


tgatgagcag 


caacgttccc 


cacgaacgtg 


tgtttaaagc 


ctccagatcc 


2340 


aacaacttct 


acatgggcct 


gctgctgttg 


gtgctcttcc 


tcagcctcct 


gcctgtggcc 


o >i f\f\ 
2400 


tacaccgtca 


tgtctctccc 


accctcgttt 


gactgtggcc 


ccttcagtgg 


gaaaaacaga 


24d0 


atgtacgatg 


tcctccatga 


gaccatcgag 


aacgatttcc 


ctaagttcct 


gggcaagatc 


2520 


tttgcgttcc 


ttgccaaccc 


aggcctgatc 


attccagcca 


tcctgctaat 


gtttctggcc 


2580 


atttactatc 


tgaactcagt 


ttcaaaaagt 


ctttctagag 


ctaatgccca 


gctgcgaaag 


2640 


aagatccaag 


cgctccgtga 


agttgagaag 


aaccataaat 


ccatcaaggg 


aaaagccata 


T ^ AA 

2700 


gtcacatatt 


cagaggacac 


aatcaagaac 


agctccaaaa 


atgccaccca 


gatacatctt 


2760 


actaaagaag 


agcccacatc 


tcactcttcc 


agccaaatcc 


agaccctgga 


caagaaagcg 


2820 


cagggccccc 


acacctccag 


tactgagggt 


ggggcctcgc 


catctacctc 


ctggcaccat 


O O A 

2880 


gttgggtctc 


aaccaccgag 


aggcagacga 


gattctggcc 


aaccccagtc 


tcagacttac 


2940 


acaggcaggt 


caccttctgg 


aaagagaacc 


cagaggcctc 


acaactgatt 


ttctggcatt 


3000 


catgggtgtc 


ccagtccttg 


gcttgaatct 


ctactgtttt 


atatatctct 


tcccttctca 


3060 


tctcacatat 


acaaatgttt 


ccctatggct 


tatgtaacat 


atgaacttta 


atccttgctt 


3120 


ccagcccttg 


attactacct 


aaagggaaga 


gcaatggacc 


tcacacacta 


gcggtttcct 


3180 


ttggctccag 


acttgaggag 


gcagggatga 


ggccat 






3216 
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227540 . sequence . ST25 

<210> 8 

<211> 888 

<212> PRT 

<213> Mus musculus 

<400> 8 

Met Ser Pro Gin Leu Lys Ser Leu Asp Glu Glu Gly Asp Lys Sen Ala 
15 10 15 

Arg Arq Pro Thr Arg Lys Gin Thr Ser Arg Ala Ala Cys Pro Gin Asp 
20 25 30 

Gly His Arg Ala Gin Ser ser Arg Lys Asp Pro Ala Lys Gly Ser Pro 
35 40 45 

Arg Pro Gly ser ser Arg Lys Lyis Gin Met Glu His Gly Ser Tyr His 
50 55 60 

Lys Gly Leu Gin Gly Gin Lys Pro Arg Lys val Glu Arg ser Leu Gin 
65 70 75 80 

Gly Arg Lys Lys Asp Arg Arg Thr ser Leu Lys Glu Gin Arg Ala ser 
85 90 95 

Pro Lys Lys Glu Arg Glu Ala Leu Arg Lys Glu Ala Gly Lys Gin Leu 
100 105 110 

Arg Lys Pro Arg ser Thr ser Leu Gly Ser ser val ser Thr Gly Asp 
115 120 125 

Ser Leu Ser Glu Glu Glu Leu Ala Gin lie Leu Glu Gin val Glu Glu 
130 135 140 

Lys Lys Lys Leu lie Thr Thr val Arg Asn Lys Pro Trp Pro Met Ala 
145 150 155 160 

Lys Lys Leu Arg Glu Leu Arg Glu Ala Gin Ala Phe Val Glu Lys Tyr 
165 170 175 

Glu Gly Ala Leu Gly Lys Gly Lys Gly Lys His Leu Tyr Ala Tyr Arg 
180 185 190 

Met Met Met Ala Lys Lys Trp val Lys Phe Lys Arg Asp Phe Asp Asn 
195 200 205 

Phe Lys Thr Gin Cys lie Pro Trp Glu Met Lys lie Lys Asp lie Glu 
210 215 220 
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227540 . sequence . ST25 

Ser His Phe Gly Ser Ser val Ala Ser Tyr Phe lie Phe Leu Arg Trp 
225 230 235 240 

Met Tyr Gly Val Asn Leu val Leu Phe Gly Leu lie Phe Gly Leu val 
245 250 255 

lie lie Pro Glu val Leu Met Gly Met Pro Tyr Gly Ser lie Pro Arg 
260 265 270 

Lys Thr val Pro Arg Ala Glu Glu Glu Arg Ala Met Asp Phe Ser val 
275 280 285 

Leu Trp Asp Phe Glu Gly Tyr lie Lys Tyr ser Ala Leu Phe Tyr Gly 
290 295 300 

Tyr Tyr Asn Asn Gin Arg Thr lie Gly Trp Leu Arg Tyr Arg Leu Pro 
305 310 315 320 

Met Ala Tyr Phe Met val Gly Val Ser val Phe Gly Tyr Ser Leu Met 
325 330 335 

lie Val lie Arg Ser Met Ala ser Asn Thr Gin Gly Ser Thr Ser Glu 
340 345 350 

Gly Asp Ser Asp Ser Phe Thr Phe Ser Phe Lys Met Phe Thr Ser Trp 
355 360 365 

Asp Tyr Leu lie Gly Asn Ser Glu Thr Ala Asp Asn Lys Tyr Val Ser 
370 375 380 

lie Thr Thr Ser Phe Lys Glu Ser lie Val Asp Glu Gin Glu Ser Asn 
385 390 395 400 

Lys Glu Gly Asn lie His Leu Thr Arg Phe Leu Arg val Leu Ala Asn 
405 410 415 

Phe Leu lie Leu Cys Cys Leu Cys Gly Ser Gly Tyr Leu lie Tyr Phe 
420 425 430 

Val Val Lys Arg Ser Gin Glu Phe Ser Lys Met Gin Asn val Ser Trp 
435 440 445 

Tyr Glu Arg Asn Glu Val Glu He val Met Ser Leu Leu Gly Met Phe 
450 455 460 

Cys Pro Pro Leu Phe Glu Thr lie Ala Ala Leu Glu Asn Tyr His Pro 
465 470 475 480 
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Arg Thr Gly Leu Lys Trp Gin Leu Gly Arg lie Phe Ala Leu Phe Leu 
485 490 495 

Gly Asn Leu Tyr Thr Phe Leu Leu Ala Leu Met Asp Asp val His Leu 
500 505 510 

Lys Leu Ser Asn Glu Glu Lys lie Lys Asn lie Thr His Trp Thr Leu 
515 520 525 

Phe Asn Tyr Tyr Asn Ser Ser Gly Gly Asn Glu Ser val Pro Arg Pro 
530 535 540 

Pro Pro His Pro Ala Asp val Pro Arg Gly ser cys Trp Glu Thr Ala 
545 550 555 560 

val Gly He Glu Phe Met Arg Leu Thr Val Ser Asp Met Leu Val Thr 
565 570 575 

Tyr Leu Thr lie Leu Val Gly Asp Phe Leu Arg Ala Cys Phe val Arg 
580 585 590 

Phe Met Asn His Cys Trp Cys Trp Asp Leu Glu Ala Gly Phe Pro Ser 
595 600 605 

Tyr Ala Glu Phe Asp lie Ser Gly Asn val Leu Gly Leu lie Phe Asn 
610 615 620 

Gin Gly Met lie Trp Met Gly Ser Phe Tyr Ala Pro Gly Leu val Gly 
625 630 635 640 

lie Asn Val Leu Arg Leu Leu Thr ser Met Tyr Phe Gin Cys Trp Ala 
645 650 655 

Val Met ser ser Asn val Pro His Glu Arg val Phe Lys Ala Ser Arg 
660 665 670 

Ser Asn Asn Phe Tyr Met Gly Leu Leu Leu Leu val Leu Phe Leu ser 
675 680 685 

Leu Leu Pro val Ala Tyr Thr val Met Ser Leu Pro Pro Ser Phe Asp 
690 695 700 

Cys Gly Pro Phe Ser Gly Lys Asn Arg Met Tyr Asp Val Leu His Glu 
705 710 715 720 

Thr lie Glu Asn Asp Phe Pro Lys Phe Leu Gly Lys lie Phe Ala Phe 
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725 730 735 

Leu Ala Asn Pro Gly Leu lie lie Pro Ala lie Leu Leu Met Phe Leu 
740 745 750 

Ala lie Tyr Tyr Leu Asn Ser val Ser Lys Ser Leu ser Arg Ala Asn 
755 760 765 

Ala Gin Leu Arg Lys Lys lie Gin Ala Leu Arg Glu val Glu Lys Asn 
770 775 780 

His Lys Ser lie Lys Gly Lys Ala lie val Thr Tyr Ser Glu Asp Thr 
785 790 795 800 

lie Lys Asn Ser Ser Lys Asn Ala Thr Gin lie His Leu Thr Lys Glu 
805 810 815 

Glu Pro Thr Ser His Ser Ser Ser Gin lie Gin Thr Leu Asp Lys Lys 
820 825 830 

Ala Gin Gly Pro His Thr Ser Ser Thr Glu Gly Gly Ala Ser Pro Ser 
835 840 845 

Thr Ser Trp His His val Gly Ser Gin Pro Pro Arg Gly Arg Arg Asp 
850 855 860 

Ser Gly Gin Pro Gin ser Gin Thr Tyr Thr Gly Arg ser Pro ser Gly 
865 870 875 880 

Lys Arg Thr Gin Arg Pro His Asn 
885 
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